The atomic structure of the cofactor-independent phosphoglycerate mutase from Escherichia coli has been elucidated by crystallographic methods to a resolution of 1.25 Å in its active, phosphohistidine-containing form. A further structure of the vanadate-inhibited protein has been solved to 1.30 Å resolution. The active conformation of the protein involves stabilisation of a catalytic phosphohistidine and the ordering of a C-terminal tail, both of which have previously eluded crystallographic investigation. The very high resolution of these structures has provided new insight into the mechanism of action of this class of enzyme.
